; showing the first 20 ns of Figure 5B . Note that, with respect to the amphipathic helix of SecE, all of the simulations quickly diverge from the input model.
(B)
Distance analysis between the SecE amphipathic helix and a rigid region of SecY (see Figure 5A ) for MD simulations conducted on the gram negative T. thermophilus SecYE (2ZJS) (Tsukazaki et al., 2008) . The standard SecYE, and a variant corresponding to the E. coli SecYprlA4EG (T. thermophilus SecYprlA4E) is in red. This analysis supports the data in Figure 5, and suggests that the observed shift of the SecE amphipathic helix towards the cytosol is conserved across both archaea ( Figure 5 ) and gram-negative bacteria (shown here). Note that the region of SecE selected for distance analysis is the region containing W84, used for tryptophan fluorescence in Figure 4C 
